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<170> PatentIn version 3. 



<210> 1 
<211> 409 
<212> PRT 




<213> Salmonella lyphiniuriuin 



<400> 1 

Met Leu He Ser Asn Gly He Asn Pro Ala Ala Tyr Leu Asn Asn 
15 10 15 

His Ser Val Glu Asn Ser Ser Gin Thr Ala Ser Gin Ser Val Ser Ala 
20 25 \ 30 

Lys Asp He Leu Asn Ser 11^ Gly He Ser Ser Ser Lys Val Ser Asp 
35 40 \ 45 

Leu Gly Leu Ser Pro Thr LeuVSer Ala Pro Ala Pro Gly Val Leu Thr 
50 55 Vo 



jV; Gin Thr Pro Gly Thr He Thr Set Ser Leu Lys Ala Ser He Gin Asn 
65 70 75 \ 80 



ry Thr Asp Met Asn Gin Asp Leu Asn Ala Leu Ala Asn Asn Val Thr Thr 
m 85 90 \ 95 



Lys Ala Asn Glu Val Val Gin Thr fflbi Leu Arg Glu Ghi Ghi Ala Glu 
100 105 UIO 

Val Gly Lys Phe Phe Asp He Ser GlyWiet Ser Ser Ser Ala Val Ala 
115 120 125^ 

Leu Leu Ala Ala Ala Asn Thr Leu Met^eu Thr Leu Asn Gin Ala Asp 
130 135 140 

Ser Lys Leu Ser Gly Lys Leu Ser Leu Vail Ser Phe Asp Ala Ala Lys 
145 150 155 \l60 

Thr Thr Ala Ser Ser Met Met Arg Glu Gly l^et Asn Ala Leu Ser Gly 
165 170 175 

Ser He Ser Gki Ser Ala Leu Gin Leu Gly He l^hr Gly Val Gly Ala 
180 185 190 



Lys Leu Glu Tyr Lys Gly Leu Gbi Asn Glu Arg[ Gly Ala Leu Lys His 
195 200 205 



Asn AlaWa Lys lie Asp Lys Leu Thr Thr Glu Ser His Ser lie Lys 
210 \ 215 220 

Asn Val l3eu Asn Gly Gin Asn Ser Val Lys Leu Gly Ala Glu Gly Val 
225 \ 230 235 240 

Asp Ser Led Lys Ser Leu Asn He Arg Lys Pro Val Pro Met Arg Arg 
245 250 255 

Lys lie Leu Met Met Arg Arg Leu Asn Leu Met Pro Glu Pro Ala Pro 
260 A 265 270 

Arg Lys Val Trt Val Leu Lys Thr Val lie Asn Lys Val Ser Leu Asn 
275 \ 280 285 

,^ He Tyr He Leu Sdr Lys Arg Leu Glu Ser Val Glu Ser Asp He Arg 
290 2195 300 

ijj Leu Glu Gin Asn iW Met Asp He Thr Arg De Asp Ser Ala Gin Asp 



305 



310 



315 



320 



Ala Asp Asp Gly Arg Ser Asp Tyr Glu Glu Leu Gly His Gly Arg Trp 
'3^ 325 \ 330 335 



m 

.ex. 

U 



Tyr Cys Arg Gly Val ^-g Ala Val Arg Arg Tyr Ser Gly Asn Val Ser 
340 345 350 

Glu Gin Gin He Ser GInWal Asn Asn Arg Val Ala Ser Thr Ala Ser 
355 360 \ 365 



Asp Glu Ala Arg Glu Ser Ber Arg Lys Ser Thr Ser Leu He Gbi Glu 
370 375 \ 380 

Met Leu Lys Thr Met Glu Ser He Asn Gin Ser Lys Ala Ser Ala Leu 
385 390 \395 400 

Ala Ala He Ala Gly Asn He ^g Ala 
405 



<210> 2 
<211> 382 



<212> PRT 



<213> Shigella flexneri 



<400> 2 

Met Leu Gin Lys Gin Phe Cys Asn Lys Leu Leu Leu Asp Thr Asn Lys 
1 5 \ 10 15 

Glu Asn Val McAgIu He Gin Asn Thr Lys Pro Thr Ghi Thr Leu Tyr 
20 \ 25 30 

Thr Asp He Ser Thi Lys Gb Thr Gin Ser Ser Ser Glu Thr Gbi Lys 
35 40 45 

Ser Gin Asn Tyr Girt Gin He Ala Ala His He Pro Leu Asn Val Gly 
50 55 \ 60 

Lys Asn Pro Val Leu thr Thr Thr Leu Asn Asp Asp Ghi Leu Leu Lys 
65 70 \ 75 80 

Leu Ser Glu Ghi Val GlVi His Asp Ser Glu He He Ala Arg Leu Thr 
85 ^10 95 

Asp Lys Lys Met Lys Asn Leu Ser Glu Met Ser His Thr Leu Thr Pro 
100 105\ 110 

Glu Asn Thr Leu Asp He SJer Ser Leu Ser Ser Asn Ala Val Ser Leu 
115 120 \ 125 

He He Ser Val Ala Val Leu lW Ser Ala Leu Arg Thr Ala Glu Thr 
130 135 \ 140 

Lys Leu Gly Ser Ghi Leu Ser Aeu He Ala Phe Asp Ala Thr Lys Ser 
145 150 1^ 160 

Ala Ala Glu Asn He Val Arg Gl^ Gly Leu Ala Ala Leu Ser Ser Ser 
165 170 \ 175 



He Thr Gly Ala Val Thr Ghi Val (Sly He Thr Gly He Gly Ala Lys 
180 185 \ 190 



Lys Thr His Ser Gly He Ser Asp Gm Lys Gly Ala Leu Arg Lys Asn 
195 200 205 




Leu Ala Thn Ala Gin Ser Leu Glu Lys Glu Leu Ala Gly Ser Lys Leu 
210 1 215 220 

Gly Leu Asn ILys Gin He Asp Thr Asn He Thr Ser Pro Gin Thr Asn 
225 \230 235 240 

Ser Ser Thr Lys Phe Leu Gly Lys Asn Lys Leu Ala Pro Asp Asn He 
245I 250 255 

Ser Leu Ser Tlir Glu His Lys Thr Ser Leu Ser Ser Pro Asp lie Ser 
260 I 265 270 



n 



Leu Gin Asp Lms De Asp Thr Gin Arg Arg Thr Tyr Glu Leu Asn Thr 
275 280 285 

Leu Ser Ala GlnlGhi Lys Gin Asn He Gly Arg Ala Thr Met Glu Thr 
290 295 300 

Ser Ala Val Ala fflly Asn He Ser Thr Ser Gly Gly Arg Tyr Ala Ser 
305 31Q 315 320 

Ala Leu Glu Glu (felu Glu Ghi Leu He Ser Ghi Ala Ser Ser Lys Gb 
325 1 330 335 



Ala Glu Glu Ala Sdr Ghi Val Ser Lys Glu Ala Ser Gin Ala Thr Asn 
Q 340 \ 345 350 

m 

1= Gin Leu He Gin LyslLeu Leu Asn He He Asp Ser He Asn Ghi Ser 
2 355 3160 365 

Lys Asn Ser Ala AlalSer Gin He Ala Gly Asn He Arg Ala 
370 375 \ 380 

<210> 3 

<211> 4 

<212> DNA 



<213> Artificial Sequqice 



<220> 




<22 1 > \ misc_feature 

<222> n)..(4) 

<223> Ndel restriction site 



<400> 3 
gaga 

<210> 4 
<211> 29 
12 <212> DNAl 
□ <213> Artifiqal Sequence 

l=S s 
: i_2 
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<220> 



<221> misc fealure 



<222> (1)..(29) 



<223> PCRPrimfer 



<400> 4 
gagacatatg ttatcagagSc aggttcagc 



29 



<210> 5 
<211> 30 
<212> DNA 



<2\3> Artificial Sequence 



<220> 
<221> kisc_feature 
<222> (\)..(30) 
<223> PCR Primer 




<400> 5 

gagaggatcc ttaagctcga atgttaccag 

m 
\^ 

a <210> 6 

Q 

^ <211> 27 

' <212> DNA 

□ , 
j=y <213> Artificial Sequence 



Q 



30 



<220> 

<221> misc featiire 
<222> (1)..(27) 
<223> PCR Primer' 



<400> 6 \ 
gagacatatg ttgcaaaagc aatttgc 



27 



<213> \\rtificial Sequence 

<220> 

<221> nitec_feature 
<222> (1)1.(32) 
<223> PCR Primer 




<400> 7 

gagaggatcc ttaigtgtca attttatcct gc 



<213> Artificial Sequence 



<221> misc feature 



<222> (1)..(29) 
<223> PCRPrinier 



32 



<222>\(1)..(22) 
<223> iPCR Primer 



<400> Ij 
gagacatatt ttgcaaaagc aa 



22 



<210> 11 



<211> 29 



<212> DN] 



<213> Artimcial Sequence 



m 



<220> 

<221> misc_^ature 
<222> (1)..(2< 
<223> PGR Primer 



<400> 11 
gagactcgag atgcgttttt ttggcaccg 



29 



<210> 12 



<211> 29 



<212> DNA 



<213> Artificial Sedpence 



9 




<2U> 27 



<212^ DNA 



<213>i Artificial Sequence 



<220> 
<221> lniisc_feature 
<222> (|l)..(27) 
<223> RCR Primer 



<400> 14 

gagacatatattgcaaaagc aatttgc 



27 



<210> 15 



<211> 31 



<212> DW 



<213> Artificial Sequence 



<220> 

<221> miscfeature 
<222> (1)..(3] 
<223> PCRPiSmer 
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